Artificial sea bass seeds from Taiwan, which are similar to Chinese sea bass Lateolabrax sp., were morphologically and genetically compared with L. japonicus and L. sp. studied in the previous report. Morphologically, pronounced differences were detected in many characters between L. japonicus and L. sp. Features in the characters of the Taiwanese form correspond well with those of L. sp. Genetical ly, a significant difference was recognized in the chi-square test for goodness of fit to the Hardy-Wein berg equilibrium at the *MEP and *PGM loci in the Taiwanese form. Furthermore, excesses of homozygotes were observed, which were presumed to be caused by genetic drift. Genetic characters indi cated extreme differences in allelic frequencies at three loci between L. japonicus and L. sp. The allelic compositions at the loci in the Taiwanese form were close to those of L. sp., but differed in some other loci. This was regarded to be caused by genetic drift. The results showed that the Taiwanese form is the same species of Lateolabrax sp.
Recently, Chinese sea bass has been imported in large quantities into Japan as aquacultural seeds. The Chinese sea bass was morphologically and genetically examined.1) Pronounced differences from the Japanese sea bass were recognized in some morphological characters, in particu lar the number of pored lateral line scales and gill rakers. Genetic characters indicated extreme differences in allelic frequencies at some loci. The genetic distance between the Japanese and Chinese sea bass was significant at the inter specific level. The considerable morphological and genetic differences suggested that the Chinese sea bass is a distinct species from the Japanese one, and it was referred to as Lateolabrax sp. 1) In 1994, about 24 million fertilized eggs of sea bass from Taiwan were imported into Japan and were cultured to fingerlings by aquaculture companies. The 1,100 thousand fingerlings that were produced were distributed to western Japan as aquacultural seeds.
The Taiwanese sea bass are similar to L. sp. in aspect, possessing many dots on the lateral body region unlike the Japanese one 2) nevertheless they are treated as L. japoni cus in Taiwan.2-14) Therefore, the specific determination of the Taiwanese sea bass is necessary for aquaculture and fisheries for ichthyology. In this study, the morphological and genetic features of the Taiwanese sea bass seeds were examined and compared with L. japonicus and L. sp. ex amined in the previous report.1)
Materials and Methods
The history and data of the Taiwanese sea bass seeds (hereafter called Taiwanese form) used for this study are as follows. 
Results

Morphological characters
Average values and ranges of the proportions of each character of the Taiwanese form are shown in Table 1 , together with the average values of the Japanese and the Chinese species examined in the previous report1) (here after called L. japonicus and L. sp., respectively), and results of t-tests among the three populations. In general, the average values of the Taiwanese form were close to L. sp. rather than L. japonicus in many characters, although significant differences were recognized between L. sp. in most characters.
The frequency distribution of pectoral scaly area length (PSAL) of the Taiwanese form is composed with the data of L. japonicus and L. sp. in Fig. 1 . The histogram of the Taiwanese form was very similar to that of L. sp. in mode Average values and ranges of the meristic counts of the Taiwanese form are shown in Table 2 , together with the average values of L. japonicus and L. sp., and the results of t-tests among the three populations.
Although the average values of the Taiwanese form tended to be close to those of L. sp. in general, the number of pectoral fin rays (PTR) was very different from both the species. Although the mode was separated from that of L. sp. and shifted to the range of L. japonicus, its range was wholly included in the range of L. sp. (Fig. 2) . Similarly, the GR range of the Taiwanese form was included in the range of L. sp., though the modes were different (Fig. 3) . The V histogram of the Taiwanese form was very similar to that of L. sp., and the most dominant number was 35 (Fig. 4) .
In the PTR frequencies, although the modes of L. japonicus and L. sp. were different, their ranges wholly overlapped. In the Taiwanese form, the most dominant number was 18, which was quite different from the two spe cies (Fig. 5 ). The frequency distribution of dot number in the lateral body region of the Taiwanese form is composed with the data of L. sp. in Fig. 6 . Although the histogram of the Taiwanese form showed a plain normal distribution, the mode was rather smaller than that of L. sp. That is, the Taiwanese form had fewer dots than L. sp.
The squamation on the dorsal surface of the head was examined. All the specimens had no scale rows from the in terorbit to the internostril area. This feature corresponded well with L. sp.1)
Genetic characters
Initially, the goodness of fit to the Hardy-Weinberg equilibrium in polymorphic loci was examined by chi square tests (Table 3) . Significance was recognized at the MEP * and PGM * loci, and the risk percentage was close to the 5% level of significance at the GPI-1 * locus.
Average allele numbers per locus, rate of polymorphic loci and average heterozygosity of the Taiwanese form are shown in Table 4 , together with the values of L. japonicus and L. sp. The average allele numbers per locus and the rate of polymorphic loci of the Taiwanese form were smaller than those of L. japonicus and L. sp., whereas the Ho/He ratio of the Taiwanese form was over 1, which in dicated an excess of heterozygotes. This was contrary to the tendency of L. japonicus and L. sp., in which moder ate excesses of homozygotes were recognized (Table 4 ). This indicated that the Taiwanese form had high variabil ity in some loci although it had reduced genetic variability in total.
The allelic frequencies of the examined 20 loci of the Taiwanese form are shown in Table 5 , together with the values of L. japonicus and L. sp., and x2 heterogeneities among the three populations. In general, the allelic compo sitions of the Taiwanese form were more similar to those of L. sp. rather than L. japonicus (Table 5 ). However, it somewhat differed from the other populations at the MEP *, MPI-1 * and PGM * loci.
The genetic distances (D values) among the Taiwanese form, L. japonicus and L. sp. calculated from isozymic al lele frequencies after Neils) are shown in Table 6 . The D value between the Taiwanese form and L. sp. was 0.0194, which is regarded to be the local populational level, 16) while that between the Taiwanese form and L. japonicus was 0.0851, approximately reaching inter-specific level. 16)
Discussion
Morphologically, the ranges of the Taiwanese form cor respond well with those of L. sp. in general. However, differences in mode were recognized in some meristic counts, that is, the counts of the Taiwanese form tended to be more than those of L. sp. ( Table 2 ). The number of pectoral fin rays of the Taiwanese form rather differed from that of L. sp. (Fig. 5 ). It is hard to con sider that environmental factors caused such large differ ences. The difference might be natural, or the genetic im balance ( Table 3 ) might have influenced the morphological characters.
The dots on the lateral body area which characterize L. sp. of the Taiwanese form were fewer than those of L. sp. (Fig. 6 ). The larvae of L. sp. do not possess any dots un like the fingerlings and the adults.*3 This indicates that the dots appear after the juvenile stage. The Taiwanese form examined in this study was smaller in size than L. sp. exam fined in the former report.1) Therefore, it is reasonable to consider that the dots of the Taiwanese form have not ap peared completely.
Genetically, the allelic compositions of the Taiwanese form were close to L. sp. rather than L. japonicus. However, the compositions somewhat differed from the other sea bass populations at some loci ( Fig. 7) . At the GPI-1 *, MPI-1 * and PGM* loci of the Taiwanese form, genetic imbalance with the Hardy-Weinberg law was recog nized (Table 3 ). This is considered to be a typical phenomenon which occurs in artificially propagated popu lations.
This could be an effect of the genetic drift caused by ar tificial spawning in a tank, in which few spawners partici pate. This phenomenon has been reported in hatchery populations of red sea bream.19) Therefore, the difference in allelic composition at the GPI-1 *, MPI-1 * and PGM* loci could be due to this reason. However, as for the MEP * locus, because the genetic structure corresponded well with the Hardy-Weinberg equilibrium (Table 3) , the difference from L. japonicus and L. sp. might be native.
In summary, although the Taiwanese form is slightly different from L. sp. morphologically and genetically, the difference is not significant for separating the species in tax onomy. The Taiwanese form should thus be treated as the same species as L. sp. Lateolabrax sp. is called Japanese sea bass in English in *3 Nakayama et al .: Abst. Metg. Japan. Soc. Fisheries Sci., October, 1994, p, 33 (in Japanese). Taiwan 2-6,8-10,14) and in China.20,21) However, according to the previous report1) and the present study, this is wrong because it is obvious that the Chinese sea bass and Taiwanese form are distinct species from the Japanese sea bass. Therefore , the new English name of "spotted sea bass" after its typical feature is proposed for Lateolabrax sp.
